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5' Cap — N — CCAGGUUAACGUAACAAU — N^— GAG N — UUCAAGUCCAUGCACCUA —N y — AAAAAAAAAAAAAAAAA 3 1 

sequenced, known nucleotide sequence A sequenced, known nucleotide sequence B 

FIG. 1 9B PNJA 

if RNA trans-splice occurs in vivo: generated cellular hybrid mRNA 



CATTGTTA — N — CTC N — AAGTTCAGGTACGTGGAT — N — TTTTTTTTTTTTTTT 5 • 

5 ' Cap — N— CCAGGUUAACGUAACAAU — N*— GAG N^— UUCAAGUCCAUGCACCUA —N*— AAAAAAAAAAAAAAAAA 3 t 

sequenced, known nucleotide sequence A sequenced, known nucleotide sequence B 



FIG. 19C C DNA synthesis with 



primen 



5 ' CCAGGTT AAC GT AACAAT — N —GAG N — TTCAAGTCCATGCACCTA 3 1 
3' GGTCCAATTGCATTGTTA — N T — -CTC N — AAGTTCAGGTACGTGGAT 5* 

FIG. 19D prD >h . 

run witn primer 5 ■ ccaggttaacotaacaat and primer 5 ■ taggtgcatggacttgaa 



5 • CCAGGTTAACGTAACAAT ^ 

3» GGTCCAATTGCATTGTTA — N^— CTC N — AAGTTCAGGTACGTGGAT 5 » 



FIG. 1 9E confirming sequencing with primer 



CCAGGTTAACGTAACAAT 



final evidence on natural cellular trans-splice products 
generated by trans-splicing between two pre-mRNAs that both allow trans-splicing 



